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Fig S1. GO enrichment analysis of the target genes of different expressed IncRNAs.
(A) PE-vs-DE cis/trans-IncRNA target gene GO enrichment analysis; (B) PE-vs-AE
cis/trans-IncRNA target gene GO enrichment analysis; (C) DE-vs-AE cis/trans-

IncRNA target gene GO enrichment analysis.
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Fig S2. cDNA library construction schematic sequenced using Illumina HiSeq2500 by

Gene Denovo Biotechnology Co. (Guangzhou, China)



